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INTRODUCTION 
The genus Candida includes approximately 200 species and about 
20 of them are known as potential human pathogens. In the ‘80s most 
infections were caused by Candida albicans, but from the ‘90s to present a 
significant epidemiological change was observed. The majority of the 
infections are still attributed to C. albicans, however, the number of cases 
caused by non-albicans Candida species (NAC) such as C. parapsilosis, C. 
glabrata, C. krusei, C. tropicalis, C. guilliermondii and C. lusitaniae is 
rising. Until the ‘90s NAC species represented 10-40% of all reported 
candidaemias, but between 1991 and 1998 this proportion grew up to 35-
60% of the total number of cases studied. 
The epidemiological change might have happened due to the 
extended use of fluconazole, against which C. krusei has primary, while C. 
glabrata shows secondary resistance. The virulence of the NAC species is 
generally lower than that of C. albicans but the infections caused by them 
can result in up to 70% mortality due to their resistance to antifungal drugs. 
The emergence of non-albicans Candida species as human pathogens might 
be the consequence of the increased number of surgical inventions, the 
extended use of chemotherapeutic agents and the growing number of HIV 
infected patients. Along with these changes, the development of diagnostic 
methods can also lead to the increase of identified infections caused by 
NAC species.  
In the case of Candida infections the treatment generally starts with 
the use of amphotericin B and/or fluconazole. The proper identification of 
the causative Candida species is crucial in selecting the appropriate 
antifungal agent due to the differences in the antifungal susceptibilities of 
the different species. The fact that certain Candida species are originally 
insensitive or they are able to develop resistance quickly to the most 
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commonly used antifungal drugs, such as fluconazole or amphotericin B, 
makes finding the proper means of therapy even more difficult. 
 
AIMS OF THE WORK 
The number of infections caused by non-albicans Candida species has 
increased substantially during the past decades. The different Candida 
species can have different susceptibility profiles to antifungal drugs, 
therefore the identification of the causative agent of the infection at the 
species level is crucial in order to find the proper means of therapy. 
Therefore the following aims were addressed in our work: 
1. The development of a PCR based method for the efficient 
identification of eight clinically important Candida species: C. 
albicans, C. dubliniensis, C. glabrata, C. parapsilosis, C. 
tropicalis, C. krusei, C. guilliermondii and C. lusitaniae. 
2. The investigation of the occurrence and genetic variability of 
clinical isolates of C. parapsilosis in Hungary. 
3. The examination of the effect of interactions between antifungal 
agents and statins on C. parapsilosis, C tropicalis and C. 
guilliermondii. 
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METHODS 
Classical microbiological methods: 
 Maintenance of the strains 
 Carbohydrate assimilation tests 
 In vitro antifungal susceptibility tests by using microdilution 
method 
 In vitro antifungal susceptibility tests by using the E-test method 
 Examination of the interactions between antifungal agents and 
statins by using the checkerboard titration method 
DNA based techniques: 
 DNA extraction 
 Polymerase chain reaction (PCR, multiplex PCR) 
 DNS sequencing 
 RAPD analysis 
Analysis of the nucleotide sequence data: 
 Identification based on sequence data (BLAST) 
 Alignment of the nucleotide sequences (CLUSTALX) 
 Phylogenetic analysis 
 Design of species-specific primers 
 
RESULTS 
 
Development of a PCR-based assay for the detection of human 
pathogenic Candida species (Beszedics et al., 2008) 
 
We developed a rapid PCR-based method that allowed us to 
identify the most frequent human pathogenic Candida species. The first 
group of the reactions is based on the amplification of part of the rDNA 
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complex. With these reactions we were able to detect and identify eight 
Candida species: C. krusei, C. guilliermondii, C. lusitaniae, C. glabrata C. 
albicans, C. dubliniensis C. tropicalis and C. parpapsilosis sensu lato. Our 
aim was to design a multiplex PCR that yields identical amplicons from 
every Candida species. We divided the eight species into two groups and 
designed two common and eight species specific primers. The first common 
primer was designed to bind to the 5.8S region of the rDNA complex and 
targeted C. krusei, C. guilliermondii, C. lusitaniae and C. glabrata. The 
second common primer was developed on the basis of sequences of the 18S 
rRNA gene and targeted C. albicans, C. dubliniensis C. tropicalis, and C. 
parpapsilosis sensu lato group. We tested the applicability of the reaction 
with the involvement of 14 reference strains of clinically relevant Candida 
species: C. albicans ATCC 10231, C. lusitaniae CBS 6936, C. krusei CBS 
573, C. inconspicua CBS 180, C. dubliniensis CBS 7987, C. tropicalis CBS 
94, C. norvegensis SZMC 198, C. pulcherrima CBS 5833, C. glabrata CBS 
138, C. parapsilosis CBS 604, C. guilliermondii CBS 566, C. zeylanoides 
CBS 619, C. lipolytica CBS 6124, C. norvegica CBS 4239. Following the 
optimization of the reaction no false positive bands were obtained with any 
of the reference strains. By the optimization of the cycles of the reaction we 
were able to design a nearly one–hour-long PCR. 
Our second aim was to develop a control reaction. Two single copy 
genes, FTR (high affinity iron permease) and PLD (phospholipase D) were 
chosen as targets. The examined part of the FTR gene failed to be suitable 
for the development of a reliable detection system, while the analyzed 
region of the PLD gene allowed us to design species specific primers. We 
were not able to design a control reaction suitable for the detection of all 
species, detected by the previous PCR targeting the rDNA complex. Seven 
of the eight species were identical except C. lusitaniae, and we developed 
specific primer for C. kefyr, which is also an emerging human pathogen. We 
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designed four common primers for C. albicans/C. dubliniensis, C. 
glabrata/C. kefyr, C. tropicalis/C. guilliermodii and C. parapsilosis/C. 
krusei, as well as eight species specific primers. The developed primer sets 
were used dependably for the detection of the eight species in single or 
multiplex PCR. 
We investigated the sensitivity of the reactions using colony PCR. 
A six-step tenfold serial dilution was prepared in distilled water from a 
suspension with a concentration of 108 cells/ml. One μl from each step of 
the dilution was added to each reaction. The sensitivity of the reactions fell 
into the range of 104 and 105 CFU/ml, while in the case of the reaction based 
on the PLD gene it was one step lower (105-106 CFU/ml). 
 
Examination of the genetic variability of C. parapsilosis isolates 
(Kocsubé et al., 2007) 
 
We examined the prevalence and genetic variability of Hungarian 
clinical isolates of C. parapsilosis. The genetic variability of C. parapsilosis 
sensu lato isolates was examined using random amplified polymorphic 
DNA (RAPD) analysis and the sequence analysis of the internal transcribed 
spacer (ITS) region of the rDNA gene cluster. Altogether, 209 Candida 
isolates derived from blood samples from two Hungarian hospitals, located 
in Debrecen and Pécs were examined. Among the previously identified 26 
C. parapsilosis isolates 20 were found to belong to the C. parapsilosis sensu 
lato group using the species-specific primer pair developed by Luo and 
Mitchell (2002). The sequence analysis of the ITS region revealed the 
identity of the rest of the isolates as C. lusitaniae, C. krusei, and C. albicans 
(2, 3 and 1 strains, respectively). RAPD analysis of the isolates was carried 
out by using 21 random decamer primers. The genetic variability observed 
among the isolates was low: the majority of the isolates exhibited highly 
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similar or identical RAPD patterns with most primers tested. Two of the 
isolates showed higher variability compared to the main group, and could 
also be distinguished from other C. parapsilosis isolates using the C. 
parapsilosis group I-specific primer pair, developed by Pontieri et al. 
(2001). According to the ITS sequence analysis the two isolates were 
identified as C. metapsilosis.The two species were also distinguishable by 
the API 20C AUX kit. The C. metapsilosis isolates were found to be able to 
utilize D-xylitol. We examined the antifungal susceptibility profiles of 
isolates belonging to the C. parapsilosis sensu lato group using the Etest 
method. The C. metapsilosis isolates were found to be more susceptible to 
amphotericin B and voriconazole than the C. parapsilosis strains. Among 
the examined isolates 9.6% of Candida infections were found to be caused 
by C. parapsilosis sensu lato in our survey at two Hungarian hospitals. Two 
of these isolates were found to belong to the recently described species C. 
metapsilosis. This is believed to be the first report on the identification of C. 
metapsilosis from bloodstream infection. 
We developed a PCR-based identification method allowing the 
differentiation between the members of the C. parapsilosis sensu lato group. 
The target sequence was the ITS region of the rDNA gene complex. During 
the examination of the sequences of the strains from our culture collection in 
comparison with corresponding sequences from the NCBI GeneBank 
database, we found high variability between C. metapsilosis isolates. Based 
on the differences in the variable ITS1 region the C. metapsilosis isolates 
could be divided into two groups. We developed a PCR-based technique 
specific for the distinct groups. Among the strains in our collection we 
found two isolates belonging to the second group of the C. metapsilosis 
isolates. We examined two further genes, the translation elongation factor 
alpha (TEF1-α) and the 18S rRNA genes. Although the TEF1-α sequences 
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were variable in certain positions none of them were able to distinguish 
reliably between the two groups.  
 
Examination of the in vitro interactions between antifungal agents and 
statins (Nyilasi et al., 2010a,b) 
 
Within the frames of previous studies performed at our Department 
we determined the MIC values of ketoconazole, fluconazole, itraconazole, 
primycin, amphotericin B and nystatin, as well as lovastatin, fluvastatin, 
simvastatin, atorvastatin, rosuvastatin and pravastatin, then carried out also 
the combination tests using Candida albicans ATCC 90028 and C. glabrata 
CBS 138. 
The concentration of ketoconazole needed for the complete 
inhibition appeared to be above 16 μg/ml in the case of C. albicans, while 
100% inhibition of C. glabrata was achieved in the range of 0.5-1 μg/ml. 
The concentration of fluconazole and itraconazole required for the total 
inhibition of the examined C. albicans strain could not be determined either. 
The highest tested concentrations of the compounds were 64 and 16 μg/ml, 
respectively, while for the C. glabrata isolate the MIC values were found to 
be 8-16 and 0.5 μg/ml. Primycin resulted in 100% inhibition of C. albicans 
at a concentration of 64 μg/ml, while it could block the growth of C. 
glabrata entirely at 32 μg/ml. Both isolates were inhibited completely by 
amphotericin B at 1 μg/ml, whereas the concentrations of nystatin needed 
for the 100% inhibition of C. albicans and C. glabrata were shown to be 2 
and 1 μg/ml, respectively. 
Among statins simvastatin and fluvastatin appeared to be the most 
efficient compounds. Simvastatin inhibited C. albicans and C. glabrata 
entirely at 8 and 32 μg/ml, respectively. Fluvastatin was found to cause 
complete inhibition of the examined C. albicans isolate at a concentration of 
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32 μg/ml, while in the case of the C. glabrata strain the 100% inhibition was 
achieved at 64 μg/ml. Atorvastatin and lovastatin were found to block C. 
albicans completely at 128 and 64 μg/ml, respectively, while the 
concentration needed for the total inhibition of C. glabrata was shown to be 
128 μg/ml for both compounds. Rosuvastatin resulted in 100% inhibition of 
both isolates at 128 μg/ml. Pravastatin was found to be the least efficient 
substance among statins as it could not inhibit the examined isolates even in 
the highest concentration (128 μg/ml) tested. 
The examination of the effect of all the possible combinations 
revealed that every antifungal agent had good interacting partners among 
statins. In the case of nystatin and amphotericin B only pravastatin showed 
weak interactions. The antifungal effect of ketoconazole was increased 
significantly by statins on the examined C. albicans and C. glabrata strains. 
In the case of C. albicans only the ketoconazole/pravastatin combination 
was futile. Pravastatin also failed to increase the effect of fluconazole, but 
the other statins appeared to be good interaction partners in the case of both 
strains. The same observation was made in the case of the itraconazole/statin 
combintions. The antifungal effect of primycin was increased to the highest 
degree by simvastatin, fluvastatin and atorvastatin. Due to the interactions 
the concentration needed for the total inhibition of growth decreased by one 
dilution step on average. Based on these observations, we aimed to 
investigate further three Candida species 
We examined the effects of interactions of antifungal agents and 
statins on C. parapsilosis CBS 604, C. guilliermondii CBS 566 and C. 
tropicalis CBS 94 strains. Our aim was to discover effective combinations 
that can be used to treat skin infections caused by Candida species. We 
determined the MIC (Minimal Inhibitory Concentration) values of eight 
antifungal drugs (amphotericin B, ketoconazole, fluconazole, nystatin, 
griseofulvin, itraconazole, primycin, terbinafine) and six statins (lovastatin, 
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simvastatin, fluvastatin, rosuvastatin, atorvastatin, pravastatin) for the three 
species. In the case of C. parapsilosis and C. guilliermondii the most 
effective antifungal agents were ketoconazole and itraconazole, among the 
statins simvastatin and fluvastatin caused the highest inhibition in the 
growth. In the case of C. tropicalis nystatin, itraconazole and primycin 
appeared to be the most effective antifungal drugs. Among the statins, 
simvastatin and fluvastatin were the most efficient. 
Following the determination of the MIC values we examined the 
effects of the interactions between the statins and the antifungal agents using 
checkerboard-titration method 
In the case of the examined C. parapsilosis CBS 604 isolate the 
griseofulvin/statin combinations did not result in interactions. In the 
combination of itraconazole and ketoconazole with statins the antifungal 
agents dominated, antagonistic interactions were not observed. The 
nystatin/statin combinations resulted in a neutral interaction, with the 
dominance of the antifungal agent. The highest number of interactions were 
detected in the terbinafine combinations. The MIC50 values were lowered by 
the statins by one dilution step. In the case of amphotericin B the strongest 
interactions were achieved in the combinations with atorvastatin and 
fluvastatin, while in the case of fluconazole the combination with fluvastatin 
was the most effective. In the combinations of primycin with statins 
fluvastatin and simvastatin were the best interaction partners, but in the case 
of atorvastatin strong antagonism was observed. 
In the case of C. guilliermondii CBS 566, the most effective 
interactions were observed in the itraconazole/statin combinations. 
Simvastatin and atorvastatin lowered the concentration needed for the total 
inhibition of growth by several dilution steps. For amphotericin B the best 
interactions were caused by atorvastatin. In the case of fluconazole 
fluvastatin increased the effect of the antifungal agent the most effectively. 
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The inhibition of growth caused by nystatin was not affected by statins 
significantly. The effectiveness of terbinafine was affected mostly by 
lovastatin, simvastatin, fluvastatin and rosuvastatin. These statins lowered 
the terbinafine concentration needed for the 50% inhibition by one dilution 
step. High antagonism was observed in the case of primycin combined with 
simvastatin, fluvastatin and atorvastatin.  
The most significant interactions were observed in the 
combinations tested with the C. tropicalis CBS 94 isolate. The antifungal 
effect of fluconazole, ketoconazole and itraconazole were increased notably 
by almost every statins. The MIC values were lowered by several dilution 
steps. Pravastatin did not affect the MIC values but the MIC50 values were 
lowered by one or two dilution steps. In the case of amphotericin B the most 
effective interaction partners were atorvastatin and rosuvastatin. The 
antifungal effect of griseofulvin was increased by fluvastatin but the total 
inhibition was not achieved. The effect of nystatin and terbinafine was also 
raised by fluvastatin notably. Antagonism was not observed in the 
primycin/statin combinations. The interactions with simvastatin lowered the 
MIC values by one dilution step. Fluvastatin lowered the concentration of 
primycin needed for the complete inhibition by three dilution steps.  
In conclusion, the most effective interaction partner was the 
fluvastatin. The antifungal effect of fluconazole was raised substantially by 
fluvastatin in the experiments carried out with C. parapsilosis CBS 604 and 
C. guilliermondii CBS 566. The effect of amphotericin B was increased 
significantly by atorvastatin on all the examined isolates. The least effective 
interaction partners were pravastatin and lovastatin. 
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SUMMARY 
Our results can be summarized in the following points: 
1. We developed a PCR-based method for the reliable identification of C. 
krusei, C. guilliermondii, C. lusitaniae, C. glabrata, C. albicans, C. 
dubliniensis C. tropicalis, C. parpapsilosis sensu lato és C. kefyr 
isolates. 
2. We investigated the genetic variability and the frequency of the 
infections caused by Hungarian C. parapsilosis isolates. We developed 
species specific primers for the detection of C. parapsilosis, C. 
orthopsilosis and C. metapsilosis.  
3. We analyzed the susceptibility profiles of C. albicans ATCC 90028, C. 
glabrata CBS 138, C. parapsilosis CBS 604, C. guilliermondii CBS 
566 and C. tropicalis CBS 94 isolates to antifungal agents and statins. 
4. Using the checkerboard-titration method we examined the interactions 
between antifungal drugs and statins on the previously examined 
isolates.  
 
 13
PUBLICATIONS RELATED TO THE THESIS 
 
Full papers: 
 
Kocsubé, S., Tóth, M., Vágvölgyi, C., Dóczi, I., Pesti, M., Pócsi, I., 
Szabó, J., Varga, J. (2007) Occurrence and genetic variability of Candida 
parapsilosis sensu lato in Hungary. Journal of Medical Microbiology 56, 
190-195. IF: 2,091 
Nyilasi, I., Kocsubé, S., Galgóczy, L., Papp, T., Pesti, M., 
Vágvölgyi, C. (2010b) Effect of different statins on the antifungal activity of 
polyene antimycotics. Acta Biologica Szegediensis 54, 33-36. 
Nyilasi, I., Kocsubé, S., Pesti, M., Lukács, G., Papp, T., 
Vágvölgyi, C. (2010a) In vitro interactions between primycin and different 
statins in their effects against some clinically important fungi. Journal of 
Medical Microbiology 59, 200-205. IF: 2,38 
Patent: 
Beszedics, Gy., Vágvölgyi, Cs., Kocsubé, S., Papp, T. (2008): 
PCR-alapú diagnosztikai eljárás klinikailag fontos Candida fajok 
kimutatására (M.Sz.H. P0800725). 
 
OTHER PUBLICATIONS 
 
Full papers: 
 
Bereczki, L., Bartha, N., Kocsubé, S., Sóki, J., Lengyel, G., Tálosi, 
G., Máder, K., Deák J, Dóczi, I. (2012) Fungaemia caused by Candida 
pulcherrima. Medical Mycology 50, 522-524. IF: 2,457 
Manikandan, P., Varga, J., Kocsubé, S., Anita, R., Revathi, R., 
Németh, T.M., Narendran, V., Vágvölgyi, C., Paneer Selvam, K., Shobana 
C.S., Babu Singh Y.R., Kredics, L. (2012) Epidemiology of Aspergillus 
keratitis at a tertiary care eye hospital in South India and antifungal 
susceptibilities of the causative agents. Mycoses Article in Press, IF: 2,247 
 14
Nagy, L.G., Házi, J., Szappanos, B., Kocsubé, S., Bálint, B., 
Rákhely, G., Vágvölgyi, C., Papp, T. (2012) The evolution of defense 
mechanisms correlate with the explosive diversification of autodigesting 
Coprinellus mushrooms (agaricales, fungi). Systematic Biology 61, 595-
607. IF:10,225 
Szigeti, G., Kocsubé, S., Dóczi, I., Bereczki, L., Vágvölgyi, C., 
Varga, J. ( 2012) Molecular identification and antifungal susceptibilities of 
black Aspergillus isolates from otomycosis cases in Hungary. 
Mycopathologia 174, 143-147. IF: 1,654 
Szigeti, G., Sedaghati, E., Mahmoudabadi, A.Z., Naseri, A., 
Kocsubé, S., Vágvölgyi, C., Varga, J. (2011) Species assignment and 
antifungal susceptibilities of black aspergilli recovered from otomycosis 
cases in Iran. Mycoses 55, 333-338. IF: 2,247 
Naeimi, S., Kocsubé, S., Antal, Z., Okhovvat, S., Javan-Nikkhah, 
M., Vágvölgyi, C., Kredics, L. (2011) Strain-specific SCAR markers for the 
detection of Trichoderma harzianum AS12-2, a biological control agent 
against Rhizoctonia solani, the causal agent of rice sheath blight. Acta 
Biologica Hungarica 62, 73-84. IF: 0,593 
Dobolyi, Cs., Sebők, F., Varga, J., Kocsubé, S., Szigeti, Gy., 
Baranyi, N., Szécsi, Á., Lustyik, Gy., Micsinai, A., Tóth, B., Varga, M., 
Kriszt, B., Kukolya, J. (2011): Aflatoxin-termelő Aspergillus flavus törzsek 
előfordulása hazai kukorica szemtermésben. Növényvédelem 47, 125-133. 
Sedaghati, E., Nikkhah, M.J., Zare, R., Fotuhifar, K.B., Kocsubé, 
S., Vágvölgyi, Cs., Varga, J. (2011) Molecular identification of potentialy 
mycotoxigenic black Aspergili contaminating pistachio nuts in Iran. Acta 
Alimentaria 40, 65-70. IF: 0,444 
Varga, J., Frisvad, J.C., Kocsubé, S., Brankovics, B., Tóth, B., 
Szigeti, G., Samson, R.A. (2011) New and revisited species in Aspergillus 
section Nigri. Studies in Mycology 69, 1-17. IF: 10,625 
Varga, J., Kocsubé, S., Tóth, B., Bartók, T. (2011) Response to 
letter to the editor on 'Fumonisin contamination and fumonisin producing 
black Aspergilli in dried vine fruits of different origin published in 
International Journal of Food Microbiology, 143, 143-149. International 
Journal of Food Microbiology 152, 46-48. IF: 3,327 
 15
Manikandan, P., Varga, J., Kocsubé, S., Revathi, R., Anita, R., 
Dóczi, I., Németh, T.M., Narendran, V., Vágvölgyi, C., Bhaskar, M., 
Manoharan, C., Samson, R.A., Kredics, L. (2010) Keratitis caused by the 
recently described new species Aspergillus brasiliensis: Two case reports. 
Journal of Medical Case Reports  24;4:68 
Nyilasi, I., Kocsubé, S., Krizsán, K., Galgóczy, L., Pesti, M., Papp, 
T., Vágvölgyi, C. (2010c) In vitro synergistic interactions of the effects of 
various statins and azoles against some clinically important fungi. FEMS 
Microbiology Letters 307, 175-184. IF: 2,04 
Varga, J., Kocsubé, S., Péteri, Z., Vágvölgyi, C., Tóth, B. (2010): 
Chemical, physical and biological approaches to prevent ochratoxin induced 
toxicoses in humans and animals. Toxins (Basel). 2, 1718-50. 
Varga, J., Kocsubé, S., Suri, K., Szigeti, G., Szekeres, A., Varga, 
M., Tóth, B., Bartók, T. (2010) Fumonisin contamination and fumonisin 
producing black Aspergilli in dried vine fruits of different origin. 
International Journal of Food Microbiology 143, 143-149. IF: 3,143 
Nagy, L.G., Kocsubé, S., Papp, T., Vágvölgyi, C. (2009) 
Phylogeny and character evolution of the coprinoid mushroom genus 
Parasola as inferred from LSU and ITS nrDNA sequence data. Persoonia: 
Molecular Phylogeny and Evolution of Fungi 22, 28-37. 
Malinovschi, G., Kocsubé, S., Galgóczy, L., Somogyvári, F., 
Vágvölgyi, C. (2009) Rapid PCR based identification of two medically 
important dermatophyte fungi, Microsporum canis and Trichophyton 
tonsurans. Acta Biologica Szegediensis 53, 51-54. 
Manikandan, P., Varga, J., Kocsubé, S., Samson, R.A., Anita, R., 
Revathi, R., Dóczi, I., Németh, T.M., Narendran, V., Vágvölgyi, C., 
Manoharan, C., Kredics, L. (2009) Mycotic keratitis due to Aspergillus 
nomius. Journal of Clinical Microbiology 47, 3382-3385. IF: 4,162 
Kredics, L., Varga, J., Kocsubé, S., Rajaraman, R., Raghavan, A., 
Dóczi, I., Bhaskar, M., Németh, T.M., Antal, Z., Venkatapathy, N., 
Vágvölgyi, C., Samson, R.A., Chockaiya, M., Palanisamy, M. (2009) 
Infectious keratitis caused by Aspergillus tubingensis Cornea 28, 951-954. 
IF: 2,106 
 16
Kredics, L., Kocsubé, S., Nagy, L., Komoń-Zelazowska, M., 
Manczinger, L., Sajben, E., Nagy, A., Vágvölgyi, C., Kubicek, C.P., 
Druzhinina, I.S., Hatvani, L. (2009) Molecular identification of 
Trichoderma species associated with Pleurotus ostreatus and natural 
substrates of the oyster mushroom. FEMS Microbiology Letters 300, 58-67. 
IF: 2,199 
Kredics, L., Cseh, T., Körmöczi, P., Nagy, A., Kocsubé, S., 
Manczinger, L., Vágvölgyi, C., Hatvani, L. (2009) A termesztett 
laskagomba zöldpenészes fertőzése. Mikológia Közlemények Clusiana 48, 
81-92. 
Perrone, G., Varga, J., Susca, A., Frisvad, J.C., Stea, G., Kocsubé, 
S., Tóth, B., Kozakiewicz, Z., Samson, R.A. (2008) Aspergillus uvarum sp. 
nov., an uniseriate black Aspergillus species isolated from grapes in Europe. 
International Journal of Systematic and Evolutionary Microbiology 58, 
1032-1039. IF: 1,463 
Kredics, L., Varga, J., Antal, Z., Samson, R.A., Kocsubé, S., 
Narendran, V., Bhaskar, M., Manoharan, C., Vágvölgyi, C., Manikandan, P. 
(2008) Black aspergilli in tropical infections. Reviews in Medical 
Microbiology 19, 65-78. IF: 0,75 
Farkas, Z., Kocsubé, S., Tóth, M., Vágvölgyi, C., Kucsera, J., 
Varga, J., Pfeiffer, I. (2008) Genetic variability of Candida albicans isolates 
in a university hospital in Hungary. Mycoses 52, 318-325. IF: 1,529 
Kredics, L., Varga, J., Kocsubé, S., Dóczi, I., Samson, R.A., 
Rajaraman, R., Narendran, V., Bhaskar, M., Vágvölgyi, C., Manikandan, P. 
(2007) Case of keratitis caused by Aspergillus tamarii. Journal of Clinical 
Microbiology 45, 3464-3467. IF:3,708 
Varga, J., Kocsubé, S., Tóth, B., Frisvad, J.C., Perrone, G., Susca, 
A., Meijer, M., Samson, R.A. (2007) Aspergillus brasiliensis sp. nov., a 
biseriate black Aspergillus species with world-wide distribution. 
International Journal of Systematic and Evolutionary Microbiology 57, 
1925-1932. IF: 2,384 
 17
Varga, J., Koncz, Z., Kocsubé, S., Mátrai, T., Téren, J., Ostry, V., 
Skarkova, J., Ruprich, J., Kubatova, A., Kozakiewicz, Z. (2007) Mycobiota 
of grapes collected in Hungarian and Czech vineyards in 2004. Acta 
Alimentaria 36, 329-341. IF: 0,398 
Varga, J., Kocsubé, S., Koncz, Z., Téren, J. (2006) Mycobiota and 
ochratoxin A in raisins purchased in Hungary. Acta Alimentaria 35, 289-
294. IF: 0.253 
Varga, J., Kocsubé, S., Tóth, B., Mesterházy, Á. (2005) 
Nonribosomal peptide synthetase genes in the genome of Fusarium 
graminearum, causative agent of wheat head blight. Acta Biologica 
Hungarica 56, 375-388. IF: 0,636 
Varga, J., Tóth, B., Kocsubé, S., Farkas, B., Szakács, G., Téren, J., 
Kozakiewicz, Z. (2005) Evolutionary relationships among Aspergillus 
terreus isolates and their relatives. Antonie van Leeuwenhoek, International 
Journal of General and Molecular Microbiology 88, 141-150. IF: 1,483 
Varga, J., Rigó, K., Kocsubé, S., Farkas, B., Pál, K. (2003) 
Diversity of polyketide synthase gene sequences in Aspergillus species. 
Research in Microbiology 154, 593-600. IF: 2,257 
 
 
Book chapters: 
 
Varga, J., Kocsubé, S., Péteri, Z., Samson, R.A. (2009) An 
overview of ochratoxin research. In: Rai, M., Bridge, P. (Eds.) Applied 
Mycology, CABI Publishers, London, UK 38–55. 
Manikandan, P., Dóczi, I., Kocsubé, S., Varga, J., Németh, T.M., 
Antal, Z., Vágvölgyi, C., Bhaskar, M, Kredics, L. (2008) Aspergillus 
species in human keratomycosis. In: Varga, J., Samson, R.A. (Eds.) 
Aspergillus in the genomic era, Wageningen Academic Publishers, 293-328. 
Kredics, L., Kocsubé, S., Antal, Zs., Hatvani, L., Manczinger, L., 
Vágvölgyi, Cs. (2009) Extracellular proteases of mycoparasitic and 
nematophagous fungi. In: Rai, M., Bridge, P. (Eds.) Applied Mycology, 
CAB International, Wallingford, 290-307. 
 18
 19
 
Varga, J., Rigó, K., Kocsubé, S., Pál, K., Tóth, B., Samson, R.A., 
Kozakiewicz, Z. (2006) Evolutionary relationships among economically 
important species of Aspergillus subgenera Aspergillus and Fumigati. In: 
Sharma, A.K., Sharma, A. (Eds.) Plant genome: diversity and evolution Vol 
2B. Cryptogams. Enfield: Science Publishers, Inc., 285-332. 
 
Hatvani, L., Kredics, L., Kocsubé, S., Manczinger, L., Vágvölgyi, 
C., Antal, Zs. (2010) Extracellular proteases of entomopathogenic fungi. In: 
Fuchs, S., Auer, M. (Eds.) Biochemistry and Histocytochemistry Research 
Developments. Nova Science Publishers Inc., New York, 273-297. 
 
Manikandan, P., Galgóczy, L., Panneer Selvam, K., Shobana, S., 
Kocsubé, S., Vágvölgyi, C., Narendran, V., Kredics, L. (2011) Chapter 51. 
Fusarium In: Liu, D. (Ed.) Molecular detection of human fungal pathogens 
London: Taylor & Francis Group, 417-433. 
 
Textbook: 
 
Varga, J., Téren, J., Tóth, B., Kocsubé, S., Rigó, K. (2009) Gombák 
másodlagos anyagcseretermékei: mikotoxinok, gombamérgek JATEPress, 
2009 
 
 
Cumulative impact factor: 66,801 
 
 
